Embryonic skin from WT and p63-/-mice and primary mouse keratinocytes were lysed with 
30µg of total protein was separated according to their molecular weight using 10-12.5% SDS-PAGE. Proteins were blotted onto Nitrocellulose membrane (GELifesciences, USA) and membrane blocked in 3% w/v dried semi-skimmed milk in 1XTBST (10mM Tris Base 
ChIP-seq analysis
The ChIP-seq peaks and signal tracks for H3K4me1 and H3K27ac modifications (hg19 build) in NHEK were obtained from ENCODE consortium and p63 ChIP-Seq peaks track in keratinocytes (hg18 build) were obtained from GEO database (accession number GSE17611). The UCSC Genome Browser Lift Over tool was used to convert p63 ChIP-Seq peaks genome coordinates to hg19 build. The H3K4me1, H3K27ac, p63 tracks were uploaded to UCSC Genome Browser for data visualisation and analysis.
Statistics
At least, three WT and p63-/-embryos were used for each experiment. All experiments were performed in triplicate and repeated independently at least two times. Two-tailed unpaired Student's t-test or one-way analysis of variances (ANOVA) were used to detect differences using GraphPad PRISM ver. 6 for Windows (GraphPad Software, San Diego, CA). Results are expressed as mean ± standard deviation or mean ± standard error of the mean as indicated. A p < 0.05 was considered significant. 
